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BIOTECHNOLOGY ^ 
SYSTEMS g[ 
BRANCH ^ 



RAW SEQUENCE LISTING 
ERROR REPORT 




The Biotechnology Systems Branch of the Scientific and Technical Information 
Center (STIC) detected errors when processing the following computer readable 
form: 

, Application Serial Number: Q^l^CeO^ - ■ ^ - . 

Source: i kCCb 

Date Processed by STIC: l^/sloH 

■ 

THE ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 

PLEASE FORWARD THIS INFORMATION TO THE APPLICANT BY EITHER: 

1) INCLUDING A COPY OF THIS PRINTOUT IN YOUR NEXT COMMUNICATION TO THE 
APPLICANT^ WITH A NOTICE TO COMPLY or, 

2) TELEPHONING APPLICANT AND FAXING A COPY OF THIS PRINTOUT, WITH A 
NOTICE TO COMPLY 

FOR CRF SUBMISSION AND PATENTIN SOFTWARE QUESTIONS, PLEASE CONTACT 
MARK SPENCER, TELEPHONE: 571-272-2510; PAX: 571-273-0221 



TO REDUCE ERJIQRED SEQLTENCE LISTINGS, PLEASE USE THE CHECKER 
A^EI^lQM-4:a^FR0GRAM; iAG 

TRADEMARJC OFFieE'WEBSlTE. SEE BELOW FOR ADDRESS: ' 
http://www,uspto.gov/web/onices/pac/checker/chkrnote.htm 



Applicaius subniitiing genelic sequence iiiforimiiion electronically on diskette or CD-Rom should be awiirc that there is 

a possibility ilm tlic disk/CD-Roni may have been afrccted by treatment given to all incoming mail. 

Please consider using alternate mclliods of submission for the disk/CD-Rom or replacement disk/CD-Rom. 

Any reply in cludinH a sequence listing in electronic form should NOT be sent to the 2023 1 zip code address for the 

United Slates Patent and Trademark Office, and instead should be sent via tlie following to the indicated addresses: 

1. EFS-Bio (<hCtn:/Avww.usnto.gov/cbc/efs/downlonds/documents.htin> > EFS Submission 
User Mnnual -ePAVE) 

2. U.S. Postal Scmcc: Commissioner for Patents. P.O. Box 1450, Alexandria, V A 22313-1450 

3. Hand Carry, Federal Express, United Parcel Scmcc, or other delivery service (EFFECTIVE 06/05/04): 

U.S. Patent and Trademark Office, 220 20*** Stf5ct SrrCustOm L6bby>^^-i' ^ 

Room IB03, Arlington, VA 22202 



Revised 05/17/04 



BtST AVAILABLE CCff'Y 



Raw Sequence Listing Error Summarjr ' 



SUGGESTED CORRECnOK 



rt^flQft DETECTED 

ATTN! NEW RUtES CASES! PLEASE DISRBCARD ENGtlSII "AtPIIA'* UEAOCIWp WHJCII WERE INSERTED OY PTO SOFTWARE 

I Wrapped Nucleics The numberAe»l a| ihe end of each line ^'wrapped" down (o Ihe next line. This may occur if your fdc 
Wrapped Aminoj w« rcrfieved in a word pf^cesjof after creaiing it. Please adjuii your right margin to J; this will 

prevent "V^ippti^*** 

Jnvalid Line Length The rules require that a line not exceed 72 characters in length. Uis includes while spaces. 

Misaligned Amino TTie numbering under each 5* amino acid is misaligned. Do not use tab codes between numbers;^ . 
" Numbering use space characten. instead. 



2. 
3 



NontASCll 



Variable Length 



Patcnrtn 2.0 
' *'bug'* 



Thesubmittcd file Was nofsaved in ASCII(l>i>S) leal. iS requlred'Ky the Sequence Rules. Please 
ensure your subsequent submission Is saved In ASCII text. 

Sequence($) contain n*s or Xaa*s representing more than one ysidue. Per Sequence Rules, 

ca<h n or Xaa can only represent a single residue. Please present the maatmum number of each 
residue having variable length and indicate iq the <220>*<223> section thai some may be missing 

A "bug** in Paicntln version 2.0 has causcd.thc <220>'<223> section to be missing from amino acid 

$cqucncc$(s) . Normally, Paieniin would automatically generate this section from (he 

previously coded nucleic acid sequence, Please manually copy the relevant <220>'<223> scciion (o 
the subsequent amino acid sequence. This applies to the mandatory <220>-<22i> sections for 
Artiricial or Unknown sequences. 



Skipped Sequences SeouenccCs) missingr If iniefttionat. please insert the following lines for each skipped sequence 

"^(OrD"R0CE'sr (2) INFORMATION FOR SEQ ID NO:X: (insert SEQ ID NO wl^crc "X" is shown) 

(i) SEQUENCE CHARACTERISTICS: (Do not insert any subheadings under this hcadmij) 
(xi) SEQUENCE DnSCRIPTI0N:SE(3 ID NPi.?{:j:i_n5Crt SEQ JD^ 
' This sequence is intcniiohally'SkipiJcd* 



Please also adjust the "(ii) NUMBER OF SEQUENCES :" response lo include ihc skipped sequences 



8 Skipped Sequences Sequcncc(s) 



missing, irtntenlionat^ please insert ihc following lines for catli skipped itctiviciKc 



(NEW RULES) <2I0> sequence id number . 

<400> sequence id number 
000 

s 

Use of n's or Xaa's Use of n's and/or Xaa*s have been deiecicd in the Sequence Lisling. 

"(NEW RULES) Per 1.82) of Sequence Rules, use of <220>-<223> is MANDATORY if n's or Xaa's arc present. 

In <220> to <223> section, please explain location of n or Xaa. and which residue n or Xaa represents. 



0 Invalid <213> 

Response 



Per 1.823 of Sequence Rules, the only valid <2I3> responses arc: Unknown, Anificial Sequence, or 
scicnlific name (Gcnus/spccics) <220>-<223> section is required when <2I3> rc$()on$c is Unknown 0/ 
is Artificial Sequence 



Use of <220> Scqucnce(s) ^)^* missinR the <220> "Feature'*, and associaicd^niimcfic-idcntifrc/s uui responses. 
^ - Use or<220? to<22 J> is' W ANDaTOR Y if <2i 3> "Organism" response-is "Anificial Sequence" or 

"Unknown.'* Please explain source of genetic material in <J20> to <223> section. 
(Sec "Federal Register," OKJTOI/ 1 998« Vol. 63. No, 104. pp. 29031^32) (Sec. 1.823 of Sequence Rules) 



Paicntln 2.0 
"bug- 



Please do not use **Cdpy to Disk" function of Patcntln version 2.0. This causes a corrupted Fite. 
resulting in missing mandatory numeric identifiers and responses (as indtcaied on raw sequence 
listing). Instead, please use "File Manager" or any other manual means to copy Hie to floppy disk. 



Misuse of n/Xaa "n" can only represent a single nucleotide ; "Xaa" can only represent a single amino acid 

AMC - Oioiechnology Systems Dranch - 09/09/2003 
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RAW SEQUSNCE hlSTim 

PATENT APPLICATION: US/09/560, 494D 



DATE: 06/08/2004 
TIME: 15:06:15 



Does Not Comply 
Corrected Diskette Needed 



input Set : A8\102286.413USl.txt 

Output Set: M:\CRF4\06082004\1560494D.raw 

4 <110> APPLICANT: Jakobsen, Brent Karsten 

5 Gao, George Fu 

6 Gerth, Ulrich Conrad 

7 Sewell, Andrew Kelvin 

9 <120> TITLE OF INVENTION: CDS AS AN INHIBITOR OF THE CELLULAR IMMUNE SYSTEM 

11 <130> PILE REFERENCE: 102286.413 

13 <140> CURRENT APPLICATION NUMBER: US 09/560,4940 

14 <141> CURRENT PILING DATE: 2000-04-28 

16 <150> PRIOR APPLICATION NUMBER: PCT/GB9a/03235 

17 <151> PRIOR FILING DATE: 1998-10-28 

T9" <r50> PRIOR 'APPLICATrON"NUMBERr -GB--9722779T7 

20 <151> PRIOR FILING DATE.: 1997-10-28 

22 <160> NUMBER OF SEQ ID NOS: 32 

24 <170> SOFTWARE: FastSEQ for Windows Version 4,0 

26 <210> SEQ ID NO: 1 

27 <211> LENGTH: 48 

28 <212> TYPE: DNA 

29 <213> ORGANISM: Artificial Sequence 

31 <220> FEATURE: 

32 <223> OTHER INFORMATION: Synthetic DNA primer 

34 <4 00> SEQUENCE: 1 

35 gactgagtcg cggccgctgc caccatggcc ttaccagtga ccgccttg 48 

37 <210> SEQ ID NO: 2 

38 <211> LENGTH: 42 

39 <212> TYPE: DNA 

40 <213> ORGANISM: Artificial Sequence 

42 <220> FEATURE: 

43 <223> OTHER INFORMATION: Synthetic DNA primer 

45 <400> SEQUENCE: 2 

46 tattcgactg gatccttata cgtatctcgc cgaaaggctg gg 42 

48 <210> SEQ ID NO: 3 

49 <211> LENGTH: 42 

50 <212> TYPE: DNA 

51 <213> ORGANISM: Artificial Sequence 

53 <220> FEATURE: 

54 <223> OTHER INFORMATION: Synthetic DNA primer 

56 <400> SEQUENCE: 3 

57 ggaattccat atgagccagt tccgggtgtc gccgctggat eg 42 

59 <210> SEQ ID NO: 4 

60 <211> LENGTH: 54 . 

61 <212> TYPE: DNA 

62 <213> ORGANISM: Artificial Sequence 

64 <220> FEATURE: 
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RAW SEQUENCE LISTING DATE: 06/08/2004 

PATENT APPLICATION: US/09/560,494D TIME: 15:06:15 

Input Set : A: \102286*413US1, txt 

Output Set; N:\CRF4\06082004\I560494D.raw 

65 <223> OTHER INFORMATION: Synthetic DNA primer 

67 <400> SEQUENCE: 4 

68 cgcggatccc tatgcgcccc ccgctggccg gctcgcctct gggcgcaggg acag 54 

70 <210> SEQ ID NO: 5 

71 <211> LENGTH: 60 

72 <212> TYPE: DNA 

73 <213> ORGANISM: Artificial Sequence 

75 <220> FEATURE: 

76 <223> OTHER INFORMATION: Synthetic DNA primer 

78 <400> SEQUENCE: 5 

79 caccgcgaat tcggatccta agcgggtcta caagcttcgg gcttcgctgg caggaagacc 60 

82 <210> SEQ ID NO: 6 

83 <211> LENGTHS 59 

84 <212> TYPE: DNA 

85 <213> ORGANISM: Artificial Sequence 

87 <220> FEATURE: 

88 <223> OTHER INFORMATION: Synthetic DNA primer 

90 <400> SEQUENCE: 6 

91 caccgcgaat tcggatccta agcgggtcta caagcttctg gcgtcgtggt gggcttcgc 59 

93- <-2-l-0-> -SEQ- I-D NO: "7 — 

94 <211> LENGTH: 60 

95 <212> TYPE: DNA 

96 <213> ORGANISM: Artificial Sequence 

98 <220> FEATURE: 

99 <223> OTHER INFORMATION: Synthetic DNA primer 

101 <400> SEQUENCE; 7 

102 caccgcgaat tcggatccta agcgggtcta caagcttcgg gcttcgctgg caggaagacc 60 

105 <210> SEQ ID NO: 8 

106 <211> LENGTH: 42 

107 <212> TYPE: DNA 

108 <213> ORGANISM; Artificial Sequence 

110 <220> FEATURE: 

111 <223> OTHER INFORMATION: Synthetic DNA primer 

113 <400> SEQUENCE: 8 

114 gtggcaagct tggatcctat ggcgtcgtgg tgggcttcgc tg 42 

116 <210> SEQ ID NO: 9 

117 <211> LENGTH: 42 

118 <212> TYPE; DNA 

119 <213> ORGANISM: Artificial Sequence 

121 <220> FEATURE: 

122 <223> OTHER INFORMATION: Synthetic DNA primer 

124 <400> SEQUENCE: 9 

125 ggaattccat atgagtcaat ttcgtgtatc accgctggat eg 42 

127 <210> SEQ ID NO: 10 

128 <211> LENGTH: 35 

129 <212> TYPE: DNA 

130 <213> ORGANISM: Artificial Sequence 

132 <220> FEATURE: 

133 <223> OTHER INFORMATION: Synthetic DNA primer 
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RAW SBQUENCB LISTINO DATE: 06/08/2004 

PATENT APPLICATION: 03/09/560, 494D , TIME: 15:06:15 

Input Set : A:\102286.413USl.txt 

Output Set: Ni\CRP4\06082004\l560494D*raw 

135 <400> SEQUENCE: 10 

136 acatacccat gggctctcac tccatgaggt atttc 35 

138 <210> SEQ ID NO: 11 

139 <211> LENGTH: 43 

140 <212> TYPE: DNA 

141 <213> ORGANISM; Artificial Sequence 

143 <220> FEATURE: 

144 <223> OTHER INFORMATION: Synthetic DNA primer 

146 <400> SEQUENCE: 11 

147 acatacaagc ttacggctcc catcttaagg tgaggggctt ggg 43 

149 <210> SEQ ID NO: 12 

150 <211> LENGTH: 9 

151 <212> TYPE: PRT 

152 <213> ORGANISM: Artificial Sequence 

154 <220> FEATURE: 

155 <223> OTHER INFORMATION: HLA-A2 Pol-rdStricted CTL line specific peptide 

157 <400> SEQUENCE: 12 

158 He Leu Lys Glu Pro Val Hie Gly Val 

159 1 5 

-16-2- <-21-0 > -SEQ -1-0 NO : - 13— - " * *— - 

163 <211> LENGTH: 9 

164 <212> TYPE: PRT 

165 <213> ORGANISM: Artificial Sequence 

167 <220> FEATURE: 

168 <223> OTHER INFORMAtlON: HliA-A2 Pol-restricted CTL line Specific peptide 

170 <400> SEQUENCE: 13 

171 ser Leu Tyr Asn Thr Val Ala Thr Leu 

172 1 5 

175 <210> SEQ ID NO: 14 

176 <211> LENGTH: 9 

177 <212> TYPE; PRT 

178 <213> ORGANISM: Artificial Sequence 

180 <220> FEATURE: 

181 <223> OTHER INFORMATION: HLA-A2 Pol -restricted CTL line specific peptide 

183 <4005» SEQUENCE: 14 

184 Val He Tyr Gin Tyr Met Asp Asp Leu 

185 1 5 

188 <210> SEQ ID NO: 15 

189 <211> LENGTH; 42 

190 <212> TYPE: DNA 

191 <213> ORGANISM: Artificial Sequence 

193 <220> FEATURE: 

194 <223> OTHER INFORMATION: Synthetic DNA primer 

196 <400> SEQUENCE: 15 

197 ctgtccaacc cgacgtcggg cagctcgtgg ctcttccagc eg 42 

199 <210> SEQ ID NO: 16 . 

200 <211> LENGTH: 42 

201 <212> TYPE: DNA 

202 <213> ORGANISM: Artificial Sequence 




le://C:\CRF4\Outhold\VsrI560494D.htm 



6/8/04 



Page 4* \* 



RAW SEQUENCE LISTING DATE: 06/08/2004 

PATENT APPLICATION: US/09/560, 494D TIME: 15:06:15 

Input Set : A:\102286«413USl,txt 

Output Set: N:\CRF4\06082004\l560494D.raw 

204 <220> FEATURE: 

205 <223> OTHER INFORMATION: Synthetic DNA primer 

207 <400> SEQUENCE: 16 

208 cggctggaag agccacgagc tgcccgacgt cgggttggac ag 42 

210 <210> SEQ ID NO: 17 

211 <211> LENGTH: 99 

212 <212> TYPE: DNA 

213 <213> ORGANISM: Artificial Sequence 

215 <220> FEATURE: 

216 <223> OTHER INFORMATION: Synthetic DNA primer 

218 <4Q0> SEQUENCE: 17 

219 gggggaagct taatgccatt cgattttctg agcttcaaaa atatcgttca gaccaccacc 60 

220 ggatcctggc gtcgtggtgg gcttcgctgg caggaagac 99 

222 <210> SEQ ID NO: 18 

223 <211> LENGTH: 18 

224 <212> TYPE: PRT 

225 <213> ORGANISM: Artificial Sequence 

227 <220> FEATURE: 

228 <223> OTHER INFORMATION: CD8 alpha polypeptide 

- 230- <4-00>- SEQUENeE:"'l-a - - - - 

231 Gly Ser Gly Gly Gly Leu Asn Asp lie Phe Glu Ala Gin Lye lie Glu 

232 15 10 15 

233 Trp His 

237 <210> SEQ ID NO: 19 

238 <211> LENGTH: 63 

239 <212> TYPE: DNA 

240 <213> ORGANISM: Artificial Sequence 

242 <220> FEATURE: 

243 <223> OTHER INFORMATION: Synthetic DNA primer 

245 <400> SEQUENCE: 19 

246 gaggaggagc atatgaaacc acaagcacct gaactacgaa tctttccaaa gaaaatggac 60 

247 gcc 63 

249 <210> SEQ ID NO: 20 

250 <211> LENGTH: 36 

251 <212> TYPE: DNA 

252 <213> ORGANISM: Artificial Sequence 

254 <220> FEATURE; 

255 <223> OTHER INFORMATION: synthetic DNA primer 

257 <400> SEQUENCE: 20 

258 ggggagggaa gcttacttgg tagtagtaga gttcac 36 

260 <210> SEQ ID NO: 21 

261 <211> LENGTH: 9 

262 <212> TYPE: PRT 

263 <213> ORGANISM: Artificial Sequence 

265 <220> FEATURE: 

266 <223> OTHER INFORMATION: HLA-A2-flu 

268 <400> SEQUENCE: 21 

269 Gly He Leu Gly Phe val Phe Thr Leu 

270 1 .5 
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RAW SEQUBNCB XiISTIKQ 

PATENT APPLICATION: tJS/09/560, 494D 



DATE: 06/08/2004 
TIME; 15:06:15 



input Set : Ai\102286.413USl.txt 

Output Set: \CRF4\06082004\I560494D,raw 



273 <210> SEQ ID NO: 22 

274 <211> LENGTH: 9 

275 <212> TYPE: PRT 

276 <213> ORGANISM: Artificial Sequence 

278 <220> FEATURE: 

279 <223> OTHER INFORMATION: peptide epitope 

281 <400> SEQUENCE: 22 

282 Lye Ala Val Tyr Asn Phe Ala Thr Cys 

283 1 5 

286 <210> SEQ ID NO: 23 

287 <211> LENGTH: 366 

288 <212> TYPE: DNA 

289 <213> ORGANISM: Artificial Sequence' 

291 <220> FEATURE: 

292 <223> OTHER INFORMATION: synthetic DNA construct encoding part of the 

293 extracellular domain of human CDS alpha 
W--> 295 <22^> NAME/KEY: CDS 

296 <222> LOCATION: (1) . . ■ (366) 
W--> 298 <400> 23 

- -299' atg -agt caa -ttt cgt-gta-tca-ccg ctg- gat-cgg^-acc- tgg -aac -ctg- ggc- 4*8 



300 


Met 


Ser 


Gin 


Phe 


Arg Val Ser 


Prp 


Leu 


Asp 


Arg 


Thr Trp Asn 


Leu 


Gly 




301 


1 








5 






10 








15 






303 


gag 


aca 


gtg 


gag 


ctg aag tgc 


cag 


gtg 


ctg 


Ctg 


tec aac 


ccg 


acg 


teg 


96 


304 


Glu 


Thr 


Val 


Olu 


Leu Lys Cys 


Gin 


Val 


Leu 


Leu 


Ser Asn 


Pro 


Thr 


Ser 




305 








20 






25 








30 








307 




tgc 


teg 


tgg 


etc ttc cag 


ccg 


cgc 


ggc 


gcc 


gcc gcc 


agt 


ccc 


acc 


144 


308 


Gly Cye 


Ser 


Trp 


Leu Phe Gin 


Pro 


Arg 


Gly Ala 


Ala Ala 


Ser 


Pro 


Thr 




309 






35 






40 








45 










311 


ttc 


etc 


eta 


tac 


etc tec caa 


aac 


aag 


ccc 


aag 


gcg gcc 


gag 


ggg 


ctg 


192 


312 


Phe 


Leu 


Leu 


Tyr 


Leu Ser Gin 


Asn 


Lys 


Pro 


Lys 


Ala Ala 


Glu 


Gly 


Leu 




313 




50 






55 










60 










315 


gac 


acc 


cag 


egg 


ttc teg ggc 


aag 


agg 


ttg 


ggg 


gac acc 


ttc 


gtc 


etc 


240 


316 


Asp 


Thr 


Gin 


Arg 


Phe Ser Gly 


Lys 


Arg 


Leu Gly Asp Thr 


Phe 


Val 


Leu 




317 


65 








70 








75 








80 




319 


acc 


ctg 


age 


gac 


ttc cgc cga 


gag 


aac 


gag 


ggc 


tac tat 


ttc 


tgc 


teg 


288 


320 


Thr 


Leu 


Ser 


Asp 


Phe Arg Arg 


Glu 


Asn 


Glu 


Gly Tyr Tyr 


Phe 


Cys 


Ser 




321 










85 






90 








95 






323 


gcc 


ctg 


age 


aac 


tec ate atg 


tac 


ttc 


age 


cac 


ttc gtg 


ccg 


gtc 


ttc 


336 


324 


Ala 


Leu 


Ser 


Asn 


Ser lie Met 


Tyr 


Phe 


Ser 


His 


Phe Val 


Pro 


Val 


Phe 




325 








100 






105 








110 








327 


ctg 


cca 


gcg 


aag 


ccc acc acg 


acg 


cca 


tag 












366 


328 


Leu 


Pro 


Ala 


Lys 


Pro Thr Thr 


Thr 


Pro 


it 















329 115 120 

332 <210> SEQ ID NO: 24 

333 <211> LENGTH: 121 

334 <212> TYPE: PRT 

335 <213> ORGANISM: Artificial Sequence 

337 <220> FEATURE: 

338 <223> OTHER INFQRMATION: an amino acid construct encoding part of the 
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<210> BEQ ID NO 32 
<2II> LENGTH: 247 
< 2 L2 > TYgfiiJSEI 



ORGANISM: Artificial Sequence 

FEATURE: 

OTHER INFORMATION: : 





<400> SEQUENCE: 32 

Met Ala Ser Pro Leu Thr Arg Phe Leu Ser Leu Asn Leu Leu Leu Leu 

1 5 . 10 15 

Qly Glu Ser lie lie Leu Gly Ser Gly Glu Ala Lys Pro Gin Ala Pro 

20 25 30 

Glu Leu Arg He Phe Pro Lys Lys Met Asp Ala Glu Leu Gly Gin Lys 
35 40 45 



) 



Page 



lUVW SEQUENCE LISTINQ ERROR SUMMARY 
PATENT APPLICATION: US/09/560, 494D 



DATE: 06/08/2004 
TIME: 15:06:16 



input set : A: \102286.413USl.txt 

Output Set: N:\CRF4\06082004\J560494D.raw 



Uae of <220> Feature (NEW* RULES) ; 

Sequence (b) ^are missing the <220> Feature and asaociated headings* 

Use o£ <220> to <223> is MANDATORY 1£ <213> ORGANISM ie "Artificial Sequence" 
or "Unknown*** Please explain source of genetic material in <220> to <223> 
section (See "Federal Register," 6/01/98, Vol. 63/ No* 104, pp, 29631-32) 
(Sec* 1« 823 of new Rules) 
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VERIFICATION SUMMARY 

PATENT APPLICATION: 03/09/560 , 494D 



DATE: 06/08/2004 
TIME: 15:06:16 



Input Set : A:\102286.413nsi.txt 

Output Set: N:\CRF4\06082004\I560494D.raw 



L:295 M;28l W: Numeric Fields not Ordered, <221> Sort in ascending orderl 
L:298 M:258 W: Mandatory Feature missing, <220> Tag not found for SEQ ID#:23 
L:369 M:281 W: Numeric Fields not Ordered, <22l> Sort in ascending order! 
L:372 M:258 W: Mandatory Feature missing, <220> Tag not found for SEQ ID#:25 
L:478 M:258 W: Mandatory Feature missing, <220> Tag not found for SEQ ID#:29 
L:585 M;281 W: Numeric Fields not Ordered; <221> Sort in ascending order! 
L:588 M:258 W; Mandatory Feature missing, <220> Tag not found for SEQ ID#:3l 
L:659 M:258 W: Mandatory Feature missing, <220> Tag not found for SEQ#:32, <213> 
ORGANISM:Artif icial Sequence 

L:659 M:258 W: Mandatory Feature missing, <223> Tag not found for SEQ#:32, <213> 
ORGANISM:Artif icial Sequence 

L:659 M:258 W: Mandatory Feature missing, <223> Blank for SEQ# :32, Line#; 659 
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Notice to 




Application No. 

09560494 



Examiner 

Ron Schwadron, Ph.D. 



Applicants) 

Jakobsen et al. 



Art Unit 

1644 



NOTICE TO COMPLY WITH REQUIREMENTS FOR PATENT APPLICATIONS 
CONTAINING NUCLEOTIDE SEQUENCE AND/OR AMINO ACID SEQUENCE 
DISCLOSURES 

Applicant must file the items indicated below within the time period set in the Office action to which the 
Notice is attached to avoid abandonment under 35 U.S.C. § 133 (extensions of time may be obtained under 
the provisions of 37 CFR 1.136(a)). 

The nucleotide and/or amino add sequence disclosure contained in this application does not comply with 
the requirements for such a disclosure as set forth In 37 C.F.R. 1.821 - 1.825 for the following reason(s): 

13 1 . This application cleariy fails to comply with the requirements of 37 C.F.R. 1 .821-1 .825. Applicant's 
attention is directed to the final rulemaking notice published at 55 FR 18230 (May 1, 1990). and 1114 
OG 29 {May 1 5, 1 990). If the effective filing date is on or after July 1 , 1 998, see the final rulemaking 
notice published at 63 FR 29620 (June 1. 1998) and 1211 OG 82 (June 23. 1998). 

tU 2. This application does not contain, as a separate part of the disclosure on paper copy, a "Sequence 
Listing" as required by 37 C.F.R. 1.821(c). 

□ 3. A copy of the "Sequence Listing" In computer readable form has not been submitted as required by 
37 C.F.R. 1.821(e). 



4. A copy of the "Sequence Listing" in computer readable form has been submitted. However, the 
content of the computer readable fornn does not comply with the requirements of 37 C.F.R. 1 .822 and/or 
1 .823, as indicated on the attached copy of the marked -up "Raw Sequence Listing." 

□ 5. The computer readable fomn that has been filed with this application has been found to be damaged 
and/or unreadable as indicated on the attached CRF Diskette Problem Report. A Substitute computer 
readable forni must be submitted as required by 37 C.F.R. 1.825(d). 

□ 6. The paper copy of the "Sequence Listing" is not the same as the computer readable from of the 
"Sequence Listing" as required by 37 C.F.R. 1.821 (e). 

□ 7. Other:. 

Applicant Must Provide: 

13 An initial or substitute computer readable forni (CRF) copy of the "Sequence Listing". 

IE An initial or substitute paper copy of the "Sequence Listing", as well as an amendment 

Specifically directing Its entry into the application. 

13 A statement that the content of the paper and computer readable copies are the same and, where 
applicable, include no new matter, as required by 37 C.F.R. 1.821(e) or 1.821(f) or 1.821(g) or 1.825(b) or 
1.825(d). 

For questions regarding compliance to these requirements, please contact: 

For Rules Interpretation, call (571) 272-2510 

For CRF Submission Help, call (571) 272-2501/2583. 

Patentin Software Program Suppoil 

Teclinical Assistance 703-287-0200 

To Purchase Patentin Software 703-306-2600 

PLEASE RETURN A COPY OF THIS NOTICE WITH YOUR REPLY 
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